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Table 1. Chromosomal location of proposed SLE disease loci and full length high fidelity 
LI elements. % sequence identity was determined in comparison to nt 1-884 of accession 
no. U09116. 
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Table 2. Analysis of LI element expression in the genomic regions neighboring schizophrenia disease loci. Seven loc 
on 5 chromosomes were studied and are darkly highlighted. 
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apoptotic cells 








88,85 












NT_026945+ 


88cds 


LOC126821 












16,919 








D1S1679 


163.021 


NT_004668 












162-171 


NT_004668- 


K167.4) 


Near 


Sim to Ewings 


Breakpoint 








4,217,155 


FLJ00024? 


sarcoma oncogene 


region 








97,95 


LOC92233 














LOCI 27890 


XM_059191 




k= :: 

jS 






-95cds 


LOCI 279 10 


XM 060726 


No con dom; 








6,071,165 






drohom 


fi 






94 




Nucleoside 




M* 






94cds 


NME7 


diphosphate kinase 




i 






1,194759 


(170.2-.5) 






H= 






-94cds 


LOCI 279 14 


XM_072920 




fU 






6,774,236 


(964.85) 












92 














91cds 


NME7 












1,172,510 


(170.5 












90 














-90cds 


LOCI 279 11 


XM)072918 










6,314,453 














-89cds 


ATF6 


CAMP-dep tran 


Unfolded prot 








9;220,139 


(162.3-.4) 


factor; binds SRF 


response 








88,87,87 






FLJ21522 








-86cds 


LOC127891 


XM 059193 


Sim FLJ00024 








4,403,629 


(167.2) 




SH3 dom 














Phosphotyr 














Interaction 














Sim transporter 








84cds 


LOCI 27889 


XM_072913 










4,149,207 














85 














-83cds 


LOCI 27906 


XM_l 27906 










5,501,845 














-Ocds 


LOC57821 


NM_02ll79 










1,047,463 














-87cds 


LOCI 27934 


XM_060744 










8,510,019 














87cds 




Discoidin domain 


Extracell factor 









7 Ol A C^/t 

/, 810,544 


UUKz 


rcc lain z 


VTTT-like 








^IOj.o ) 


in c uro Lrupiiit/ lyi 














KlllabC ICC 1CU 










ooCaS 














4,815,922 


ALDH9A1 


Catal dehydrogen- 










-89cds 


(166.75) 


Ation of GAB A 










i £on Q/i 1 
J,6oU,y41 


LUL. i Z 1 ooJ 


YM 060700 


^lim toFlavin 

Oilli Ivl id V 111 






















-&5cds 


LUL12 /y44 


A.1V1 UOU/UZ 


~\A ATI AA YVCPT1 S 








f\ O CQ C A O 

9,35y,i>46 


in ear icrrzD 


T?iK nrnt T 1 

xvju proi Lj 1 












/i ^ oo\ 












-85cds 


LUC 12 /o /4 


am_u /zyuy 










1,46 /,zlo 








O 

Fi 






-86cds 


T r^/^ 1 77Q1 1 


ySJVl U / J-y 1 o 




fl i 






/■ tic i t^: 
6,:>J 0,1 /o 


^ioo.4 ; 






ill 






- /yeas 


t rxc 1 07Q1 n 


"YTVT 060796 
vou / zo 




= y 






o,U-)U, loy 


^1 DO. J / 






o 






*5 j r> 


T C\C 1 7701 1 


A1V1 UOU / Z / 










6,578,251 


(165.05) 


Sim to adenyl eye 










-86cds ? 


LOCI 279 12 












6,540,496 








ri 






-8 leas 


LUC.5 /ozi 


Y\/f nm ^7A 

AlVi UUlJ/4 




~~; 






1,u4U,jzj 








i£'| 
f=| 






o icas 




rvilicil&lll tioavjv 










J77, / ID 


(171 08- 

^1/1 .uo 


nffitpin 3 












1 71 


Stncr OT)S-assoc 


Armadillo 










nrot SMAP - 


repeats; phos by 












cerebellum 


v-src 


D1S196 


1 CO H C 

loo. lb 
















Nl UU4/3z- 


OT C7 on 07 












NT_030564- 


8/cas 


T HP 1 771 AA 












om too 


/i 7/i 1 '\ 
(174.1) 




— — — 




175.5 


NT_029874+ 


97cds 


LOCI 27090 


'• T- 

Sim to ganglioside 


Ganglioside 








^ O /" /HA 

286,649 


(164. j /) 


GM2 activator 


gmz atUVaLUl 












precursor \ ot\r-A) 


IJ1 C-C" Lil J\Ji. 














proxcin j 








96cds 


LOC127105 


V\/f A^70 TTH 

XM_U 11115 










1 AAA O /TO 

1,900,362 














95cds 


LOC127100 


XM 044463 


XP 044463 








969,927 






KIAA0820 








94 


(175.0) 




Dynamin 








93cds 


LOC127100 




domain GTPase 








1,227,344 






effector domain 








89 






(mediate vesicle 








87cds 


LOC127109 


XM 060332 


trafficing); 









2,235,511 




Sim to rib prot L26 


pleckstrin homo 








87cds 


LOCI 27 109 












2 ; 140,534 














86cds 


C10RF9 


XM_002138 










1,5 10,476 














90cds 


LOC92346 


XM_044465 










1344,710 














88cds 


LOCI 27091 


XM_043678 










469,620 


KIAA1096 












87cds 


LOC127100 












1215,001 














81cds 


LOCI 27 100 












994,144 








o 






79cds 


LOCI 27 100 






n 






937,597 


(175.6) 












84cds 


LOCI 27 109 






yTi 






2,231,864 








iu 




NT 021942? 


Bits 












NT 030570 ? 


Nss 










177.5 


NT 004470- 


Bits 












NT_029868+ 


IBMs 


LOC127055 






hi 






302,955 


(178.54) 












95cds 


FLJ10416 


Sim to 










46,079 


(178.3) 


photomorph- 










93 




Ogenic prot 










92cds 


FLJ10416 












30,009 














78cds 


LOC127056 












479,243 








D1S1589 




NT_026949+ 


B (182.4) 








(182.58) 






3,396,062 














gcds (182.6) 


? 












3,597,400 














97 














97cds 


LOC90354 












3,809,963 














96cds 


As above 












3,954,485 














96 














95cds 


LOC126850 












1,184,773 














94 














93cds(31 


LOCI 2685 8 












2,588,833 














91,90 














88cds 


LOCI 26850 













1 008 7^4 














8fi Rfi 
oO,oO 
















FT T 10044 

r 1_iJ 1 


[ ,1 1 OT"\l t^/i niiri 


i^iKe ovjo 








2-4^2 829 




L. .Y^l IdlliiC lav IVJ1 










OJUiS 


t on o^8^n 

LULl/DOJU 












1 7/11 "27Q 
1,Z43,3 ly 
















MDUC1 


podocin 


Nephrotic 








3,1 /0,2 / I 


n oi oc\ 
(181. oj) 




syndrome 




185 


NT_004552+ 


ffleds 


XPR1 


Xenotropic and 










1,31 / ,oyj 


(184.28) 


polytropic 










87 




retrovirus receptor 










86cus 


LUC12/66:> 












2,4U / ,3U / 


(183. /) 












OOCUS 








.rsq. 






7 /I /1< 7<Q 

Z,443,Z;)o 


as above 






s 

SI 






/yeas 














1 /I C7 1 A 1 

2,48 /,143 


as above 






yl 

n 1 






oocas 


1VHjL-Z4U4 












778 4^1 


\ 1 0J.7J J 










"NTT fl")Q'>1Q4- 

in i uzyziyT 


OS? /" 1 OA 7\ 
"o ^1 oO. / J 


Near 


>im 10 cmDigin 




= 






8^ Q7^ 


T On 8 












yo,yz 


^ioO. / ) 






Li 






n j „ 
yocas 


Lucizoyzu 


Mm TO JO 










17Q 8^1 


/'i 87 1 ^ 






Trl 




JN 1 UZyooU : 


Nss 








LAJVrLl 


1 QQ C 
lOO.D 


JN 1 UZy8o4- 


yjeas 


LAJL-1Z / UZ8 






(18 /.8) 






983,03:) 


(188.4) 












on on 

oy,oy 














/ocas 


as above 












nr/; nnr 

956,095 












N 1 _004487+ 


|§cds (189.8) 


Clort24 


Niban 










340,228 
















Near 












3,128, /88 


LUC127523 














Near 












o ooa <y~itC 

2,880,876 


LOC127522 














And. LUC 














1 77^7 1 

IZ / JZ 1 














fi rvrf06 












7<7 lit* 














95,95,93,92 














91cds 


FIBL-6 


Sim to basement 










1,658,122 


(190.65) 


membrane specific 














heparan sulfate PG 














core protein 














precursor 





1 =^=F= 






92cds 
879,310 
85cds 
1,757,301 


LOC127514 
(190.3) 
LOCI 275 19 


Near PRG4 


1 






NT_021972- 


86cdsbit 
272,0623 










195 


NT 021905- 


93,91,90 












NT_004671+ 


gcds 

2,492,213 

97 

96cds 

6924 

96 


LOCI 27964 
LOCI 27946 


Sim to ribosomal 
prot L23A 

-sim to myomegalin 






200 


NT 004599+ 


84,82 












NT 021909+ 


Bits 












NT_004416- 


392,676 

93cds 
551,372 


Near 

LOCI 273 87 
(202.65) 

LOC127388 
(202.5) 


Sim to H factor 1 - 
complement 
Isoform 1 

-sim to complement 
factor H-rel proteiin 
3 precursor - FHR- 
3 


Also near factor 
H 

sushi 






NT_029862+ 


797,582 
93 

93cds 

931,447 

88eds 

83,139 

83cds 

255,648 

92cds 

958,777 

96cds 

134,515 


Near 

LOC127012 
(204.1) 
LOCI 270 12 

FHR5 

(203.22) 

LOCI 270 12 

F13B 
(203.28) 


Factor H-rel 
Prot 5 

Coag factor 13B 








NT_030560 


88 

82cds 
258,938 


LOC127117 








207.5 


NT 004680+ 


92,92,89,86 








D1S1678 




NT_004662- 


93cds 

676,800 

92cds 

481,841 

83cds(57 

534,300 


LOCI 27 827 
(212.45) 
LOC93273 
(212.48) 
LOCI 27827 


Sim to gp330 
Sim to 

thymopoietin 








NT 021924 ? 


88 











O 1 A 

214 


JN 1 029217- 


orv oo r\r\ 

89,88,90 




IL-10, DAF area 








\T r r H"i ACOC i 

JN 1_030585+ 


94,92 














87cds 


LOC127235 












J /o,46o 


(Z 14.92) 












8ocds(757- 


CR1 


Small fragment 










391,jj>2 












NT 030579 ? 


"V T 

Nss 












JN 1 UJlO/D r 


Nss 










216 


NT_021877+ 




LOCI 266 15 












1,352.01 1 


(217) 












92 


i 










88cds 


as above ' 










1,411.541 


1 

1 








NT_030578- 


90cds 


KCNH1 


K voltage-gated 


Myoblasts at 


, 






1,301,974 


(217.84- 


channel 


fusion stage 










218.23) 










89cds 


KCNH1 












1,294.365 














87 








1— 






87cds 


MGC 14801 






= 






731,351 


(218.52) 












86 








ill 






90cds 


LOCI 27 190 


Sim to p21-Arc 




p= 






686,368 














88cds 


KCNH1 












1,381,704 














88cds 


KCNH1 












1,265,982 














80cds 


LOCI 27 192 












1,494,931 












NT_004993+ 


87cds 


LOCI 283 85 












694,358 














87,85 














85cds 


FLJ10874 












378, 39j 


(219.7) 












87cds 


LOC128391 












1,417,141 












NT 029884 ? 


Nss 










222 


NT_004612- 


93 














87cds 


LOCI 2775 8 












1,675,483 


(221.25) 












89cds 


as above 












1,674,521 














87cds 


LOC 127742 












577.128 














87cds 


LOC127758 













1,593,865 












NT 030582+ 


Bits 








Iq41 

!=== 


225 


NT 004817 


773,814 

96cds 

1,098,009 

94 

88cds 
1,364,541 

79cds 
1,422,107 


Near 

LOC128150 
And 

LOCI 28 149 
LOC128153 

FLJ10252 

(225.25) 

LOC128155 


Glycine rich 
nucleic acid 
binding domain 


RNA 

processing 
protein? 






NT 029863+ 


Nss 












NT_029871+ 


96cds 
739,776 

93cds 
319,420 
93cds 
295,189 


RAB3- 
GAP150 

(228.1) 
LOC127083 

As above 


GTPase activating 
protein 




lq4g 


229 


NT_004642- 


86 

87cds 
146,862 
84cds 
306,312 


LOC127803 
LOCI 27805 










NT_029866+ 


86cds 
42,308 


LOCI 27046 










NT 030576 ? 


Nss 










230 


NT_021953+ 


85cds 
289,839 


LOC 126708 










NT 029858? 


Nss 










231 


NT_004861+ 


97 

93cds 

348,708 

93 

85cds 

179,795 

92 


LOC128253 

FLJ10052 

(231.6) 


Contains sushi 
domain ; sim to 
DAF precursor 








NT_004525- 


83,83,93 

83cds 

313,463bit 


LOC127586 
(234.43) 


Sim to synapsin I 


ADPRTarea 
(233.45) 




235 


NT_004908+ 


92,87 
85cds 
42,367 


LOC128303 











NT 004559+ 


Bits 










237 


NI 021973- 


bits 










238.5 


NT_004753- 


9lcds 
543,853 


DISCI 

(238.61- 

239.13) 


Disrupted in 
schizophrenia 


Multiple 
sclerosis lesions 


D1S3462 


238.9 


N 1 00475^ 


T r\Tnni 

In DISCI 










240 


NT_004433- 


96cds(757 
10,613 


LOCI 27452 










NT 030561- 


90,88 












NT 022107 ? 


Nss 








D1S235 


242.97 


NT_004836 


In CHS 1 
243.07 








RYR2= 
244^ 


244 


NT_004836- 


l^cds 
2,329,412 


RYR2 
(244.3 


Cardiac 


Calcium release 
Channel of 


; 244B 

: n \ 






fflcds 

2,379197 

92,92 

88cds 

3,235,442 


LOC128172 
TM7SF1 


Increased in kidney 
transmembrane 


sarcoplasmic 
reticulum 


M 






cdspartial 


(243.38) 






D1S2785 

hi 


248 


NT_004771+ 


H 

(248.7) 
1,913,492 


Near 

LOCI 14922 


Sim to pentraxin rel 
gene-3 










92 


RGS7 


GTPase activating 


Mostly in brain 








91cds 
771,848 


(147.52) 








250 


NT_004734+ 


97,87,87 














86cds 


AKT3 


v-akt murine 


Protein kinase 


1 






2,159,228 


(25 1.3 -.4) 


thymoma viral 

oncogene 

homolog3 


B, gamma; 
pleckstrin 
homol domain; 








88cds 


LOC128041 




Ser/thr kinase 


i 






870,185 


(250.2) 










NT 026947 ? 


Nss 












NT 030586 ? 


Bits 








i 


254 


NT 004536+ 


3(252.6) 
340,220 

97 

95cds 

1,954,493 

86 

85cds 


Near 

LOCI 276 15 

(309,963) 

AndLOC 

127616 

(354,490) 

FLJ21080 
(254.2) 

LOC127610 


Sim to olf recs 

SET domain; 
MYND finger 
Sim to olf rec 











453,782 

85cds 

546,320 


LOCI 27622 








256.4 


NT_029870+ 


97,92,92 

94cds 

21,328 


LOC127057 


Sim to olfactory rec 
1-25 





Table 3. Contigs on chromosome lq containing full-length LI element sequences. Nss signifies no sequence 
homology to nt 1-884 of accession no. U091 16. 



M 


Marker 


Gene 


Contig 


A element 


Bases 








3 /oidentical to 


from 








nt 1-884 ot 


ptel 








consensus 








Location in 










contig 








NT 010552 


88 








NT 010540 


Nss 


— 






NT 010388 


Nss 








NT 027184 


Nss 








NT 010543 


Nss 








NT 015360 


Nss 


6.0M 






NT 027178 


Bit 








NT 010384 


Nss 








NT 010537 


84 


11M 






NT_0 10530 


98 










1,112,885 










87 






FLJ12668 




87cds 










1,997,396 


12. 5M 






NT_010419 


86 






FLJ 12363 




92cds 










571,065 










86,83 






Myosin 


NT 010393 


86,86,89,89 








NT 024760 


Bit 


17. 3M 




LOCI 15995 


NT_024822 


99,3'utr(208- 






Sim to LIP 




25,588 






isoform of 




91,87 






BLIP 












NT 010584 


Nss 


20M 






NT 024776 


V T 

Nss 








NT 030153 


95 








NT 010436 


Nss 








NT 024801 


O O 

88 








NT 010592 


Nss 








NT 027182 


88,87 




J 




NT 010604 


89,88 


27. 5M 






IN 1 U1UJ7 1 


IN DO 








NT 010441 


88 








NT 027176 


Nss 








NT 010589 


Nss 








NT 024802 


Nss 


32M 




ITGAM 


NT_024812 


. 88cds 






(CR3 :CDllb] 




447,353 



44. 3M 






NT 028368 


89 


45M 






NT_024773 


98 










671,001 










98 










748,545 










93,92,92.^0.90 










88.87 


45.5M 






NT_0 10570 


96,92, 






PHKB 




90cds 










564,374 










89 






CDA08 




84cds 










900,968 










91 






CDA08 




91cds 










1.065,272 






CDA08 




86cds 










810,315 










88,85 






PHKB 




82cds 










"00,819 






CD AO 8 




87cds 










822,483 






PHKB 




85cds 










693,085 








NT 010637 


Nss 








NT 010505 


97,84,87 


50M 




Near LOC 


NT_024779 


98 






115613 




811,937 






sim to Na and 




94,91,88 






Cl-dep transpo 




89cds 






ZNF267 




596,749 








NT 029461 


Nss 








NT 010493 


Nss 








NT 010521 


86,85,83 


54M 


D16S 


MGC5149 


NT_0 10498 


98cds 




419 






746,473 




D16S415 






85,96,91 


55.8M 




AMFR 


NT_019610 


93,93 






Autocrine 




89cds 






motility factor 




288,196 


57.4M 






NT 024766 


bit 


58.6M 






NT 010406 


94,83 


60.2M 






NT 029457 


95,95,93,86.86 


62.5M 




CDH8x3 


NT 010463 


97cds 




1 Cadherin 8 


CDH8x3 


1,670,319 











96cds 










1.689.733 










95cds 










1.806583 










93,93.89 


62.9 






NT 019621 


Nss 


63.5 






NT 010615 


93,92.91 


65 (77) 


D16S3253 


0.1/3.2 


NT_010558 


95,87 




D16S503 








66.6 






NT_0 10546 


98 










758.900 










92,92 


69.8 




Near CDH3 


NT_0 10478 


99 






(placental) 




2.329.912 
88 


71.1 






NT 019608 


Nss 


71.9 






NT 030154 


Nss 


72.1 






NT 028369 


bit 


72.6 




Near DKFZp 


NT_010635 


99 






434L0850 




66:0 


73.1 






NT 010580 


Nss 


73.4 






NT 027175 


88 


74.2 






NT 024792 


97,86 








NT 029456 


Nss 


76M 




Near 


NT_0 10556 


99 






LOC93220 




782.847 






Sim to 










laminin rec 1 












NT 030151 


Nss 








NT 024793 


84 


78M 






NT 010480 


85 








NT 0_>0152 


Nss 








NT 024797 


Bits 








NT 026456 


Nss 








NT 024827 


87.86 








NT 024821 


Nss 








NT 010380 


93 








Nl 010422 


an o £L oa 
97,86,80 








NT 028372 


Nss 








NT 010494 


Bits 








NT 024814 


96,94,90,84 


86.5M 




CDH13 


NT_0 10428 


99cds 






(heart) 




701.822 








NT 028371 


Nss 







NT 024767 


Bit 






NT 024788 


95 ; 94 






; NT 030156 


Nss 






NT 019609 


Nss 






NT 02477° 


Nss 


1 


NT 02478° 


Nss 


1 


NT 024759 


Bit 


90.8M i 


GALNSx2 NT_0 10404 

Galactosamine 

sulfatase 


91cds 
62.543 
91cds 
69.091 


i 


NT 010632 


Nss 


i 92M 


NT 010542 


Nss 



Table 4. Location of full-length LI elements on chromosome 16. Nss signifies no 
significant homology with nt 1-884 of LI consensus sequence in accession no. U091 16. 



Location 
M Bases 
from ptel 
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Table 5. Location of full-length LI elements on chromosome 21. Nss signifies no 
significant homology with nt 1-884 of LI consensus sequence in accession no. U091 \t 
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